ABSTRACT Agarivorans sp. strain Toyoura001 is a bacterium isolated from the gut of a wild abalone, Haliotis discus hannai. Here, we report the draft genome sequence of strain Toyoura001, which consists of 60 contigs comprising 4.67 Mb and 4,257 protein-coding genes.
a length of Ͼ1,000 bp (longest contig, 706,345 bp; N 50 , 186,035 bp; 83ϫ genome coverage); it comprised 4,666,209 bp and had a GϩC content of 44.2%. Annotation with DFAST predicted genes for 4,257 protein-coding sequences, 10 rRNAs and 59 tRNAs. The genome encoded diverse enzymes involved in the hydrolysis of polysaccharides that are abundant in seaweeds, such as agar (GH16, GH50, GH86, and CBM16), alginate (PL6, PL7, PL14, PL15, and PL17), and carrageenan (GH16 and CBM16). This suggests that Toyoura001 could potentially degrade seaweed-derived polysaccharides.
Data availability. The partial sequences of the 16S rRNA gene and the genomic sequences of Toyoura001 have been deposited in the DDBJ/ENA/GenBank under the accession numbers LC414627 (the version described here is the first version, LC414627.1) and BJEQ00000000, respectively. Raw genomic sequencing data have also been deposited under the accession number DRX137605.
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